This is a PDF file of an unedited manuscript that has been accepted for publication. As a service to our customers we are providing this early version of the manuscript. The manuscript will undergo copyediting, typesetting, and review of the resulting proof before it is published in its final form. Please note that during the production process errors may be discovered which could affect the content, and all legal disclaimers that apply to the journal pertain. 
Introduction

17
Members of the family Polyomaviridae are non-enveloped, icosahedral viruses measuring 
Primer walking
A c c e p t e d M a n u s c r i p t
7
The long range PCR primers were used in the first round of Sanger sequencing. Subsequently 1 determined sequence information was used to design more primers, with the assistance of the 2 online Primer3 tool (http://bioinfo.ut.ee/primer3-0.4.0). The primers used were: GBF2 3 CAACACAAAGCATCTGTTGT; GBR2 CCTGTGAATAATAGTCTTTGA; GBF3 4 TGCTTTCTTTGCTTTTCCAT; and GBR3 CCAGTATCTGCAGACTCCTT. Canarypox virus strain ATCC VR-111 (AY318871), which allowed bioinformatic subtraction 6 of reads mapping to the avipoxvirus present within the sample, followed by mapping of 7 unmapped reads against a draft Butcherbird PyV sequence obtained through primer walking. Open reading frames were detected using the NCBI online ORF Finder application (Table 1) were imported into BioEdit version 7.0.9.0 and aligned using ClustalW. The 6 amino acid alignment was manually edited to remove ambiguity and to produce two separate 14 Next generation sequencing data were initially sorted using de novo sequencing.
15 Surprisingly, this approach yielded several hundred contigs, none of which were related to The VP2 ORF was found between nucleotides 929 and 1924, and was predicted to encode a there was an ORF predicted to encode VP1. This 357 amino acid long major capsid protein 4 had a predicted isoelectric point at 6.35 and molecular mass of 38.2 kDa.
5
On the opposite genomic strand, from nucleotide position 5084 to 4572, was an ORF 6 predicted to encode a small T-antigen. Butcherbird PyV small T-antigen consisted of 170 
10
The predicted large T-antigen-encoding ORF of Butcherbird PyV was found between Forty-eight PyV sequences were selected for inclusion in the phylogenetic analysis (Table 1) . sequence.
12
Butcherbird PyV consistently clustered with the other known avian PyVs, and was most 13 closely related to Crow PyV (Fig. 3, 4) . Based on a whole-genome pairwise alignment 14 between Crow PyV and the current isolate, a sequence identity of 63.2% was calculated.
15
Analysis of the T-antigens-encoding part of the genomes confirmed members of
16
Avipolyomavirus formed a separate clade from the polyomaviruses of mammals (Fig. 3) . The within Polyomaviridae (Fig. 3) .
21
The phylogenetic tree based on the structural proteins-encoding part of the genomes Butcherbird PyV predicted proteins were generally most similar to other known avian PyVs, 5 both at the amino acid and their coding nucleotide sequence levels ( Table 2 ). This with each vertebrate host species likely harbouring its own PyV milieu. On the assumption 7 that our current understanding of PyV-host interactions is informed by only a mere fraction of 8 the total diversity available for study, it seems unwise to cling fastidiously to the notions of 9 the past.
10
In this case, the obvious peri-ocular skin lesions were clinically consistent with an The authors would like to acknowledge Claude Lacasse for her assistance with collecting the Complete genome sequence of a tenth human polyomavirus. J. Virol. 86, 10887.
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